26.72 ± 13.80 d a Hot-spot associated elements that are greater than 1 kb in size and that were assigned as likely genomic islands are highlighted with a green background. b Dinucleotide bias analysis was adapted from the method proposed by Karlin (2001, Trends Microbiol, 9, 335-343) . The value * δ denotes the dinucleotide relative abundance difference between the GI fragment and the complete genome. To avoid the statistical fluctuation, * δ was not determined (N/D) for GI fragment < 1,000 bp. c The value shown is the genome-averaged GC content. d The genome-averaged * δ value and standard deviation was calculated using a 20 kb nonoverlapping, sliding window along the genome sequence. e The numbers of island-borne strain-specific CDS are shown in parentheses. f These non-tRNA hotspots were identified based on previously reported comparative genomic indexing data derived following analysis of 27 E. coli strains against the MG1655 array (Anjum et al., 2003, Infect. Immun., 71, 4674-4683) . The authors had identified 49 highly variable segments of the MG1655 chromosomal backbone with 10 or more consecutive CDS absent from at least two strains. Following manual review six non-tRNA putative hotspots were chosen for inclusion in this study. 26.72 ± 13.80 c a Dinucleotide bias analysis was adapted from the method proposed by Karlin (2001, Trends Microbiol, 9, 335-343) . The value * δ denotes the dinucleotide relative abundance difference between the GI fragment and the complete genome. To avoid the statistical fluctuation, * δ was not determined (N/D) for GI fragment < 1,000 bp. b The value shown is the genome-averaged GC content.
c The genome-averaged * δ value and standard deviation was calculated by using a 20 kb non-overlapping, sliding window along the genome sequence. with the symbols detailed in Fig. 2 denote that there was no predicted amplicon. The sizes of in silico PCR amplicons corresponding to the five unpublished genomes are highlighted in bold type when found to be at least 1 kb larger than those corresponding to empty cognate tRNA sites. The chromosomal coordinates of identified islands are available in Table S5 . b In silico PCR analyses at these sites were performed using an alternative downstream primer (DF' primer), which was designed based on secondary downstream conserved flanking regions that lay distal to predicted deleted regions for the thrW, pheV and ssrA sites, respectively, in the Sf301, al., 2003, Infect. Immun., 71, 4674-4683) . The authors had identified 49 highly variable segments of the MG1655 chromosomal backbone with 10 or more consecutive CDS absent from at least two strains. Following manual review six non-tRNA putative hotspots were chosen for inclusion in this study. (Altschul, et al., 1997, Nucleic Acids Res., 25, 3389-3402) . al., 2003, Infect. Immun., 71, 4674-4683) . The authors had identified 49 highly variable segments of the MG1655 chromosomal backbone with 10 or more consecutive CDS absent from at least two strains. Following manual review six non-tRNA putative hotspots were chosen for inclusion in this study. The island sizes are shown to the nearest kilobase (kb). Predicted insertions of at these loci of greater than 1 kb in size are highlighted in bold type to indicate putative genomic islands. b The identities of the 2 kb upstream flanking regions (UF) and the 2 kb downstream flanking regions (DF) across all the four genomes are calculated by the multiple alignment program ClustalW 1.82 (Chenna, et al., 2003, Nucleic Acids Res., 31, 3497-3500) . Note that genomes exhibiting deletions of particular flanking regions were excluded from the corresponding multiple sequence alignments. If the identity of the complete 2 kb flanking sequences was less than 90%, a highly conserved region within the UF or DF region was further investigated. The sizes and identities of these shorter highly conserved regions present within the 2 kb segments themselves are shown in parentheses. Unlike the UF regions for the tRNA sites, the 2 kb UF regions selected for these non-tRNA hotspots contained the corresponding CDS itself.
g The secondary conserved downstream flanking region was inverted with respect to MG1655. Details of tRNA genes and tmRNA genes (ssrA) on the LT2 genome that was used as the reference template were as specified in the NCBI annotation data and the tmRNA website (Gueneau de Novoa et al., 2004, Nucleic Acids Res., 32, D104-108) , respectively. tRNA gene coordinates for the other three genomes were obtained using the program LocateHotspots (Table 1) (Chenna, et al., 2003, Nucleic Acids Res., 31, 3497-3500) . Note that genomes exhibiting deletions of particular flanking regions were excluded from the corresponding multiple sequence alignments. If the identity of the complete 2 kb flanking sequences was less than 90%, a highly conserved region within the UF or DF region was sought. The sizes and identities of these shorter highly conserved regions present within the 2 kb segments themselves are shown in parentheses. Table S9 . Putative Salmonella islands identified by tRNAcc a b Dinucleotide bias analysis was adapted from the method proposed by Karlin (2001, Trends Microbiol, 9, 335-343 Darling, et al., 2004 , Genome Res., 14, 1394 -1403 and ordered according to the coordinates of the best alignments on the PAO1 genome.
Consequently, the ordered partial chromosomal sequence of PA14 was found to be approximately 6,524 kb in size. The available PA14 sequence was found to encode 8521 putative CDS by GLIMMER 2.13. The tRNA gene coordinates in PA14 chromosome were obtained using the program LocateHotspots (Table 1) with the PAO1 chromosome as a template.
b Dinucleotide bias analysis was adapted from the method proposed by Karlin (2001, Trends Microbiol, 9, 335-343 respectively. Note that each CDS in a given genome has three H-values that were obtained by BLASTN searches against the other three genomes in turn. 
